Patent Screen Results 



Your Fast^ Input (protein sequence) : 
>CL001165, SEQ ID NO : 2 , July 22, 2003 



1 
51 
101 
151 
201 
251 
301 
351 
401 
451 
501 
551 
601 



MAGTLDLDKG 
QLAAKLLHIY 
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AIPLPAEIRE 



BLASTP 2.0.14 [ Jun-29-2000] 

Reference: Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer, 
Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997), 
"Gapped BLAST and PSI -BLAST: a new generation of protein database search 
programs", Nucleic Acids Res. 25:3389-3402. 

Query= CL001165, SEQ ID NO : 2 , July 22, 2003 
(615 letters) 

Database : /work/eda3/blast/public/geneseqp_all . f asta 

952,616 sequences; 143,563,330 total letters 



Sequences producing significant alignments: 

CRA| 224000031063092 /dataset=GENESEQ /org=Homo sapiens /taxon=9. 
CRA| 1000686599217 /dataset=GENESEQ /org=Homo sapiens /taxon=960. 
CRA| 1000686599217 /dataset=GENESEQ /org=Homo sapiens /taxon=960. 
CRA| 335001100361543 /dataset=GENESEQ /org=Homo sapiens /taxon^9, 
CRA| 224000031063095 /dataset^GENESEQ /org=Homo sapiens /taxon=9. 
CRA 1 1000686599217 /dataset=GENESEQ /org=Homo sapiens /taxon=960. 
CRAI 1000748851985 /dataset=GENESEQ /org=Mus musculus /taxon=100. 
CRA 1 1000748851985 /dataset=GENESEQ /org=Mus musculus /taxon=100. 
CRA 1 224000031063098 /dataset=GENESEQ /org=Homo sapiens /taxon=9. 
CRA| 223000007200244 /dataset=GENESEQ /org=Homo sapiens /taxon=9. 
CRA| 1000686929020 /dataset=GENESEQ /org=Rattus norvegicus /taxo. 
CRA| 224000031063100 /dataset=GENESEQ /org=Rattus norvegicus /ta. 
CRA 1 1000686929016 /dataset=GENESEQ /org=Homo sapiens /taxon=960. 
CRA 1 225000034701186 /dataset^GENESEQ /org=Homo sapiens /taxon=9. 
CRA 1 223000007200081 /dataset=GENESEQ /org=Homo sapiens /taxon=9. 
CRA| 32000240226777 /dataset=GENESEQ /org=Homo sapiens /taxon=96 . 
CRA| 32000240226777 /dataset=GENESEQ /org=Homo sapiens /taxon=96. 
CRA| 32000240226777 /dataset=GENESEQ /org=Homo sapiens /taxon=96. 
CRA| 32000240226777 /dataset=GENESEQ /org=Homo sapiens /taxon=96. 
CRA 224000006129088 /dataset=GENESEQ /org=Homo sapiens /taxon=9. 
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CRA| 92000042379714 /dataset=GENESEQ /org=Homo sapiens /taxon=96.. 
CRA| 223000007205399 /dataset=GENESEQ /org=Synthet ic /taxon=0 /m. . 
CRA| 223000007205399 /dataset=GENESEQ /org=Homo sapiens /taxon=9.. 
CRA| 63000081706862 /dataset=GENESEQ /org=Homo sapiens /taxon=96.. 
CRA| 224000006093606 /dataset=GENESEQ /org=Homo sapiens /taxon=9.. 
CRA| 1000685947861 /dataset=GENESEQ /org=Saccharomyces cerevisia.. 
CRAI 1000687166576 /dataset=GENESEQ /org=Homo sapiens /taxon=960.. 
CRA| 1000686662576 /dataset=GENESEQ /org=Homo sapiens /taxon=960.. 
CRA| 1000686399459 /dataset=GENESEQ /org=Saccharomyces cerevisia.. 
CRA| 224000006020317 /dataset=GENESEQ /org=Homo sapiens /taxon=9 . . 
CRA| 223000036934911 /dataset=GENESEQ /org=Homo sapiens /taxon=9.. 
CRA| 1000686061280 /dataset=GENESEQ /org=Rattus norvegicus /taxo... 
CRA| 1000685996049 /dataset=GENESEQ /org=Homo sapiens /taxon=960.. 
CRA| 1000686061280 /dataset=GENESEQ /org=Rattus rattus /taxon=10.. 
CRA| 1000685985835 /dataset=GENESEQ /org=Homo sapiens /taxon=960.. 
CRA| 335001099273961 /dataset=GENESEQ /org=Homo sapiens /taxon=9.. 
CRA| 335001099273784 /dataset=GENESEQ /org=Homo sapiens /taxon=9.. 
CRA| 1000685989171 /dataset=GENESEQ /org=Homo sapiens /taxon=960.. 
CRA| 89000000250715 /dataset=GENESEQ /org=Drosophila melanogaste . . 
CRA| 89000000250718 /dataset=GENESEQ /org=Drosophila melanogaste.. 
CRA| 1000748845537 /dataset=GENESEQ /org=Mus musculus /taxon=100.. 
CRA| 225000034701200 /dataset=GENESEQ /org=Synthetic /taxon=0 /m. . 
CRA| 224000014674492 /dataset =GENESEQ /org=Homo sapiens /taxon=9 . . 
CRA| 83000041216364 /dataset=GENESEQ /org=Homo sapiens /taxon=96.. 
CRA| 224000021583802 /dataset=GENESEQ /org=Homo sapiens /taxon=9.. 
CRAI 1000685968102 /dataset=GENESEQ /org=Schizosaccharomyces pom.. 
CRA| 89000000218737 /dataset=GENESEQ /org=Drosophila melanogaste.. 
CRA| 54000027878904 /dataset=GENESEQ /org=Homo sapiens /taxon=96.. 
CRAi222000046172220 /dataset=GENESEQ /org=Homo sapiens /taxon=9.. 
CRA|223000007205036 /dataset=GENESEQ /org=Homo sapiens /taxon=9.. 
CRA| 223000007205034 /dataset=GENESEQ /org=Homo sapiens /taxon=9.. 
CRAI 32000240222995 /dataset=GENESEQ /org=Homo sapiens /taxon=96 . . 
CRA| 223000037392483 /dataset=GENESEQ /org=Homo sapiens /taxon=9.. 
CRA| 78000203049669 /dataset=GENESEQ /org=Homo sapiens /taxon=96.. 
CRA| 78000203047998 /dataset=GENESEQ /org=Homo sapiens /taxon=96 . . 
CRA| 110000025777977 /dataset=GENESEQ /org=Homo sapiens /taxon=9.. 
CRA| 150000001907525 /dataset=GENESEQ /org=Homo sapiens /taxon=9 . . 
CRA| 150000001907525 /dataset=GENESEQ /org=Mus sp /taxon=0 /mol_. . 
CRA| 335001101621173 /dataset=GENESEQ /org=Homo sapiens /taxon=9.. 
CRA| 63000081704667 /dataset=GENESEQ /org=Homo sapiens /taxon=96.. 
CRA| 335001101621173 /dataset=GENESEQ /org=Homo sapiens /taxon=9 . . 
CRA| 92000042379710 /dataset=GENESEQ /org=Homo sapiens /taxon=96.. 
CRA| 78000202261506 /dataset=GENESEQ /org=Homo sapiens /taxon=96.. 
CRA| 335001101589911 /dataset=GENESEQ /org=Homo sapiens /taxon=9 , . 
CRA| 89000000235742 /dataset=GENESEQ /org=Drosophila melanogaste.. 
CRA| 1000685797307 /dataset=GENESEQ /org=Drosophila melanogaster . . 
CRA| 335001099373653 /dataset=GENESEQ /org=Mus sp /taxon=0 /mol_. . 
CRA| 89000000249194 /dataset=GENESEQ /org=Drosophila melanogaste.. 
CRA| 224000021230274 /dataset=GENESEQ /org=Homo sapiens /taxon=9 . . 
CRA| 32000240222108 /dataset=GENESEQ /org=Homo sapiens /taxon=96.. 
CRA| 32000240223064 /dataset=GENESEQ /org=Homo sapiens /taxon=96 . . 
CRA| 32000240222108 /dataset=GENESEQ /org=Homo sapiens /taxon=96.. 
CRA| 100000004443992 /dataset=GENESEQ /org=Homo sapiens /taxon=9.. 
CRA| 224000006520423 /dataset=GENESEQ /org=Homo sapiens /taxon=9 . . 
CRA| 216000000318831 /dataset=GENESEQ /org=Homo sapiens /taxon=9.. 
CRA| 32000240223279 /dataset=GENESEQ /org=Homo sapiens /taxon=96.. 
CRA| 32000240223279 /dataset=GENESEQ /org=Homo sapiens /taxon=96.. 
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CRA| 


335001099151798 /dataset=GENESEQ /org=Mus musculus /taxon=l... 
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CRA 


335001099283708 /dataset=GENESEQ /org=Mus musculus /taxon=l... 
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335001099273788 /dataset =GENESEQ /org=Homo sapiens /taxon=9... 
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CRA| 


335001101562668 /dataset=GENESEQ /org=Homo sapiens /taxon=9... 
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114000033809387 /dataset=GENESEQ /org=Rattus norvegicus /ta... 
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225000014323451 /dataset=GENESEQ /org=Aequorea victoria /ta. . . 
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1000686946771 /dataset =GENESEQ /org=Homo sapiens /taxon=960 . . . 
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1000685997465 /dataset=GENESEQ /org=Homo sapiens /taxon=960 . . . 
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1000685997465 /dataset=GENESEQ /org=Homo sapiens /taxon=960 . . . 
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335001099273786 /dataset=GENESEQ /org=Homo sapiens /taxon=9 . . . 
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76000053367063 /dataset=GENESEQ /org=Homo sapiens /taxon=96 . . . 
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1000686652278 /dataset=GENESEQ /org=Homo sapiens /taxon=960 . . . 
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76000053367063 /dataset =GENESEQ /org=Homo sapiens /taxon=96 . . . 
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76000053367063 /dataset=GENESEQ /org=Homo sapiens /taxon=96,.. 
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76000053367063 /dataset =GENESEQ /org^Homo sapiens /taxon==96 . . . 


64 


3e- 


09 


CRA 


76000053367063 /dataset =GENESEQ /org=Homo sapiens /taxon=96 . . . 
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89000000250454 /dataset=GENESEQ /org=Drosophila melanogaste . . . 
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335001100395205 /dataset=GENESEQ /org=Rattus sp /taxon=0 /m. . . 
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32000240223033 /dataset =GENESEQ /org=Homo sapiens /taxon=96 . . . 
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105000014693956 /dataset=GENESEQ /org=Drosophila melanogast . . . 
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335001099151800 /dataset=GENESEQ /org=Mus musculus /taxon=l... 
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63 


6e- 


09 


CRA 


103000001533731 /dataset=GENESEQ /org=Homo sapiens /taxon=9 . . . 


63 


6e- 


09 


CRA 


89000000234368 /dataset=GENESEQ /org=Drosophila melanogaste... 


62 


8e- 


09 



>CRA| 224000031063092 /dataset=GENESEQ /org=Homo sapiens /taxon=9606 
/mol_type=aa /date=16- JAN-03 /length=615 
/al t id=derwent_ac | AA02 63 54 /al t id=derwent_id | AA0263 54 
/def=Human Ras-like protein /patent=WO200272765-A2 
/pat_section=Claim 
Length = 615 

Score = 1261 bits (3226), Expect = 0.0 

Identities = 615/615 (100%), Positives = 615/615 (100%) 



Query: 


1 


MAGTLDLDKGCTVEELLRGCIEAFDDSGKVRDPQLVRIFLMMHPWYIPSSQUUVKLLHIY 


60 






MAGTLDLDKGCTVEELLRGCIEAFDDSGKVRDPQLVRI FLMMHPWYI PSSQLAAKLLHI Y 




Sbjct : 


1 


^^GTLDLDKGCTVEELLRGCIEAFDDSGKVRDPQLVRI FLMMHPWYI PSSQIJ^KLLHIY 


60 


Query: 


61 


qqsrkdnsnslqvktchlvrywisafpaefdlnpelaeqikelkalldqegnrrhsslid 


120 






QQSRKDNSNSLQVKTCHLVRYWISAFPAEFDLNPELAEQIKELKALLDQEGNRRHSSLID 




Sbjct : 


61 


qqsrkdnsnslqvktchlvrywisafpaefdlnpelaeqikelkalldqegnrrhsslid 


120 


Query: 


121 


IDSVPTYKWKRQVTQRNPVGQKKRKMSLLFDHLEPMELAEHLTYLEYRSFCKILFQDYHS 


180 






IDSVPTYKWK^QVTQRNPVGQKiCRKMSLLFDHLEPMELAEHLTYLEYRSFCKILFQDYHS 




Sbjct: 


121 


IDSVPTYKWKRQVTQRNPVGQKKRKMSLLFDHLEPMELAEHLTYLEYRSFCKILFQDYHS 


180 


Query : 


181 


FVTHGCTVDNPVXERFISLFNSVSQWQLMILSKPTAPQRALVITHFVHVAEKLLQLQNF 


240 






FVTHGCTVDNPVLERFISLFNSVSQWVQLMILSKPTAPQRALVITHFVHVAEKLLQLQNF 




Sbjct: 


181 


FVTHGCTVDNPVLERFISLFNSVSQWVQLMILSKPTAPQRALVITHFVHVAEKLLQLQNF 


240 


Query: 


241 


NTLMAVVGGLSHS S I SRLKETHSHVS PET I KLWEGLTELVTATGNYGNYRRRLAACVGFR 


300 



3 



NTLMAWGGLSHSSISRLK^:THSHVSPETIKIiWEGLTELVTATGNYG^^!fRRRLAACVGFR 
Sbjct: 241 NTLMAWGGLSHSSISRLKIITHSHVSPETIKLWEGLTELVTATGNYGNYRRRLAACVGFR 300 

Query: 301 FPILGVHLKDLVALQLALPDWLDPARTRLNGAKHKQLFSILEELAMVTSLRPPVQANP 360 

FPILGVHLKDLVALQIJUjPDWLDPARTRLNGAKMKQLFSILEELAMVTSLRPPVQANPDL 
Sbjct: 301 FPILGVHLKDLVALQLALPDWLDPARTRLNGAKMKQLFSILEELAMVTSLRPPVQANPDL 360 

Query: 361 LSLLTVSLDQYQTEDELYQLSLQREPRSKSSPTSPTSCTPPPRPPVLEEWTSAAKPKLDQ 420 

LSLLTVSLDQYQTEDELYQLSLQREPRSKSSPTSPTSCTPPPRPPVLEEWTSAAKPKLDQ 
Sbjct: 361 LSLLTVSLDQYQTEDELYQLSLQREPRSKSSPTSPTSCTPPPRPPVLEEWTSAAKPKLDQ 420 

Query: 421 ALWEHIEKMVESVFRNFDVDGDGHISQEEFQIIRGNFPYLSAFGDLDQNQDGCISREEM 480 

ALWEHIEKMVESVFRNFDVDGDGHISQEEFQIIRGNFPYLSAFGDLDQNQDGCISREEM 
Sbjct: 421 ALWEHIEKMVESVFRNFDVDGDGHISQEEFQIIRGNFPYLSAFGDLDQNQDGCISREEM 480 

Query: 481 VSYFLRSSSVLGGRMGFVHNFQESNSLRPVACRHCKALILGIYKQGLKCRACGVNCHKQC 540 

VSYFLRSSSVLGGRMGFVHNFQESNSLRPVACRHCKALILGIYKQGLKCRACGVNCHKQC 
Sbjct: 481 VSYFLRSSSVLGGRMGFVHNFQESNSLRPVACRHCKALILGIYKQGLKCRACGVNCHKQC 540 

Query: 541 KDRLSVECRRRAQSVSLEGSAPSPSPMHSHHHRAFSFSLPRPGRRGSRPPAIPLPAEIRE 600 

KDRLSVECRRRAQSVSLEGSAPSPSPMHSHHHRAFSFSLPRPGRRGSRPPAIPLPAEIRE 
Sbjct: 541 KDRLSVECRRRAQSVSLEGSAPSPSPMHSHHHRAFSFSLPRPGRRGSRPPAIPLPAEIRE 600 

Query: 601 EEVQTVEDGVFDIHL 615 

EEVQTVEDGVFDIHL 
Sbjct: 601 EEVQTVEDGVFDIHL 615 

>CRA| 1000686599217 /dataset=GENESEQ /org=Homo sapiens /taxon=9606 
/mol_type=aa /date=09-AUG-00 /length=609 
/altid=derwent_aclAAY70961 /alt id=derwent_id | AAY70961 
/def=Human Ras signalling pathway associated protein 
CalDAG-GEFI /patent =W02 00 024768 -A2 /pat_sect ion=Claim 
Length = 609 

Score = 1241 bits (3176), Expect = 0.0 

Identities = 608/615 (98%), Positives = 609/615 (98%), Gaps = 6/615 (0%) 

Query: 1 MAGTLDLDKGCTVEELLRGCIEAFDDSGK^DPQLVRIFLMMHPWYIPSSQLAAKLLHIY 60 

MAGTLDLDKGCTVEELLRGCIEAFDDSGKVRDPQLVR+FLMMHPWYIPSSQIJU^KLLHIY 
Sbjct: 1 MAGTLDLDKGCTVEELLRGCIEAFDDSGKVTIDPQLVRMFLMMHPWYIPSSQLAAKLLHIY 60 

Query : 61 QQSRKDNSNSLQVKTCHLVRYWISAFPAEFDLNPELAEQIKELKALLDQEGNRRHSSLID 120 

QQSRKDNSNSLQVKTCHL VR YW I SAFPAE FDLNPELAEQ I KELKALLDQEGNRRHS SLID 
Sbjct: 61 QQSRKDNSNSLQVKTCHLVRYWISAFPAEFDLNPELAEQIKELKALLDQEGNRRHSSLID 12 0 

Query: 121 IDSVPTYKWKRQVTQRNPVGQKKRKMSLLFDHLEPMELAEHLTYLEYRSFCKILFQDYHS 180 

IDSVPTYKWKRQVTQRNPVGQKKRKMSLLFDHLEPMEIxAEHLTYLEYRSFCKILFQDYHS 
Sbjct: 121 IDSVPTYKWKRQVTQRNPVGQKKRKMSLLFDHLEPMELAEHLTYLEYRSFCKILFQDYHS 180 

Query: 181 FVTHGCTVDNPVLERFISLFNSVSQWVQLMILSKPTAPQRALVITHFVHVAEKLLQLQNF 24 0 

FVTHGCTVDNPVLERFISLFNSVSQWVQLMILSKPTAPQRALVITHFVHVAEKLLQLQNF 
Sbjct: 181 FVTHGCTVDNPVLERFISLFNSVSQWVQLMILSKPTAPQRALVITHFVHVAEKLLQLQNF 240 

Query: 241 NTLMAWGGLSHSSISRLKETHSHVSPETIKLWEGLTELVTATGNYGNYRRRLAACVGFR 300 

NTLMAVVGGLSHSSISRLKETHSHVSPETIKLWEGLTELVTATGNYGNYRRRLAACVGFR 
Sbjct: 241 NTLMAVVGGLSHSSISRLKETHSHVSPETIKLWEGLTELVTATGNYGNYRRRLAACVGFR 300 



4 



Query: 3 01 FPILGVHLKDLVALQLALPDWLDPARTRLNGAKMKQLFSILEELAMVTSLRPPVQANPDL 360 

FPILGVHLKDLVALQLALPDWLDPARTRLNGAKMKQLFSILEELAMVTSLRPPVQANPDL 
Sbjct: 301 FPILGVHLKDLVALQIJUjPDWLDPARTRLNGAKMKQLFSILEELAiynrr 360 

Query: 3 61 LSLLTVSLDQYQTEDELYQLSLQREPRSKSSPTSPTSCTPPPRPPVLEEWTSAAKPKLDQ 42 0 

LSLLTVSLDQYQTEDELYQLSLQREPRSKSSPTSPTSCTPPPRPPVLEEWTSAAKPKLDQ 
Sbjct: 361 LSLLTVSLDQYQTEDELYQLSLQREPRSKSSPTSPTSCTPPPRPPVLEEWTSAAKPKLDQ 420 

Query: 421 ALWEHIEKMVESVFRNFDVDGDGHISQEEFQIIRGNFPYLSAFGDLDQNQDGCISREEM 480 

ALWEHIEKMVESVFRNFDVDGDGHISQEEFQIIRGNFPYLSAFGDLDQNQDGCISREEM 
Sbjct: 421 ALWEHIEKMVESVFRNFDVDGDGHISQEEFQIIRGNFPYLSAFGDLDQNQDGCISREEM 480 

Query: 481 VSYFLRSSSVLGGRMGFVHNFQESNSLRPVACRHCKALILGIYKQGLKCRACGVNCHKQC 540 

VSYFLRSSSVLGGRMGFVHNFQESNSLRPVACRHCKALILGIYKQGLKCRACGVNCHKQC 
Sbjct: 481 VSYFLRSSSVLGGRMGFVHNFQESNSLRPVACRHCKALILGIYKQGLKCRACGVNCHKQC 540 

Query: 541 KDRLSVECRRRAQSVSLEGSAPSPSPMHSHHHRAFSFSLPRPGRRGSRPPAIPLPAEIRE 600 

KDRLSVECRRRAQSVSLEGSAPSPSPMHSHHHRAFSFSLPRPGRRGSRPP EIRE 
Sbjct: 541 KDRLSVECRRRAQSVSLEGSAPSPSPMHSHHHRAFSFSLPRPGRRGSRPP EIRE 594 

Query: 6 01 EEVQTVEDGVFDIHL 615 

EE VQTVEDGVFD I HL 
Sbjct: 595 EEVQTVEDGVFDIHL 6 09 

>CRA| 1000686599217 /dataset=GENESEQ /org=Homo sapiens /taxon=9606 
/mol_type=aa /date=15 -APR- 99 /length-609 
/altid=derwent_ac I AAW87995 /altid=derwent_id | AAW87995 
/def^An alternatively spliced human MCG7 protein 
/patent=WO9853061-Al /pat_section=Claim 
Length = 609 

Score = 1241 bits (3176), Expect = 0.0 

Identities = 608/615 (98%), Positives = 609/615 (98%), Gaps = 6/615 (0%) 

Query: 1 MAGTLDLDKGCTVEELLRGCIEAFDDSGKVRDPQLVRIFLMMHPWYIPSSQLAAKLLHIY 60 

I^GTLDLDKGCTVEELLRGCIEAFDDSGKVRDPQLVR+FLMMHPWYIPSSQLAAKLLHIY 
Sbjct: 1 MAGTLDLDKGCTVEELLRGCIEAFDDSGKVRDPQLVRMFLMMHPVfYIPSSQLAAKi 60 

Query : 6 1 QQSRKDNSNSLQVKTCHLVRYWISAFPAEFDLNPELAEQIKELKALLDQEGNRRHSSLID 12 0 

QQSRKDNSNSLQVKTCHLVRYWISAFPAEFDLNPELAEQIKELKALLDQEGNRRHSSLID 
Sbjct: 61 QQSRKDNSNSLQVKTCHLVRYWISAFPAEFDLNPELAEQIKELKALLDQEGNRRHSSLID 120 

Query: 121 IDSVPTYKWKRQVTQRNPVGQKKRKMSLLFDHLEPMELAEHLTYLEYRSFCKILFQDYHS 180 

IDSVPTYKWKRQVTQRNPVGQKKRKMSLLFDHLEPMELAEHLTYLEYRSFCKILFQDYHS 
Sbjct: 121 IDSVPTYKWKRQVTQRNPVGQKKRKMSLLFDHLEPMELAEHLTYLEYRSFCKILFQDYHS 180 

Query: 181 FVTHGCTVDNPVLERFISLFNSVSQWVQLMILSKPTAPQRALVITHFVHVAEKLLQLQNF 24 0 

FVTHGCTVDNPVLERFI SLFNSVSQWVQLMI LSKPTAPQRALVITHFVHVAEKLLQLQNF 
Sbjct: 181 FVTHGCTVDNPVLERFISLFNSVSQWVQLMILSKPTAPQRALVITHFVHVAEKLLQLQNF 240 

Query: 241 NTLMAWGGLSHSSISRLKETHSHVSPETIKLWEGLTELVTATGNYGNYRRRLAACVGFR 300 

NTLMAVVGGLSHSSISRLK^THSHVSPETIKLWEGLTELVTATGNYGNYRRRLAACVGFR 
Sbjct: 241 NTLMAVVGGLSHSSISRLKETHSHVSPETIKLWEGLTELVTATGNYGNYRRRLAACVGFR 300 

Query: 301 FPILGVHLKDLVALQLALPDWLDPARTRLNGAKMKQLFSILEELAMVTSLRPPVQANPDL 360 
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FPILGVHLKDLVALQLALPDWLDPARTRLNGArayiKQLFSILEELAMVTSLRPPVQANP 
Sbjct: 301 FPILGVHLKDLVALQLALPDWLDPARTRLNGAKMKQLFSILEELAMVTSLRPPV^ 360 

Query: 361 LSLLTVSLDQYQTEDELYQLSLQREPRSKSSPTSPTSCTPPPRPPVLEEWTSAAKPKLDQ 420 

LSLLTVSLDQYQTEDELYQLSLQREPRSKSSPTSPTSCTPPPRPPVLEEWTSAAKPKLDQ 
Sbjct: 361 LSLLTVSLDQYQTEDELYQLSLQREPRSKSSPTSPTSCTPPPRPPVLEEWTSAAKPKLDQ 420 

Query: 421 ALWEHIEKMVESVFRNFDVDGDGHISQEEFQIIRGNFPYLSAFGDLDQNQDGCISREEM 480 

ALWEHIEKMVESVFRNFDVDGDGHISQEEFQIIRGNFPYLSAFGDLDQNQDGCISREEM 
Sbjct: 421 ALWEHIEKMVESVFRNFDVDGDGHISQEEFQIIRGNFPYLSAFGDLDQNQDGCISREEM 480 

Query: 481 VSYFLRSSSVLGGRMGFVHNFQESNSLRPVACRHCKALILGIYKQGLKCRACGVNCHKQC 540 

VSYFLRSSSVLGGRMGFVHNFQESNSLRPVACRHCKALILGIYKQGLKCRACGVNCHKQC 
Sbjct: 481 VSYFLRSSSVLGGRMGFVHNFQESNSLRPVACRHCKALILGIYKQGLKCRACGVNCHKQC 540 

Query: 541 KDRLSVECRRRAQSVSLEGSAPSPSPMHSHHHRAFSFSLPRPGRRGSRPPAIPLPAEIRE 600 

KDRLSVECRRRAQSVSLEGSAPSPSPMHSHHHRAFSFSLPRPGRRGSRPP EIRE 
Sbjct: 541 KDRLSVECRRRAQSVSLEGSAPSPSPMHSHHHRAFSFSLPRPGRRGSRPP EIRE 594 

Query: 601 EEVQTVEDGVFDIHL 615 

EEVQTVEDGVFDIHL 
Sbjct: 595 EEVQTVEDGVFDIHL 609 



>CRA| 335001100361543 /dataset=GENESEQ /org=Homo sapiens /taxon=9606 
/mol_type=aa /date=15-APR-99 /length=728 
/altid=derwent_ac | AAW87994 /altid=derwent_id | AAW87994 
/def=A human MCG7 protein /patent=WO9853061-Al 
/pat_section=Claim 
Length = 728 

Score ^ 1241 bits (3176), Expect =0.0 

Identities = 608/615 (98%), Positives = 609/615 (98%), Gaps = 6/615 (0%) 

Query: 1 MAGTLDLDKGCTVEELLRGCIEAFDDSGK^DPQLVRIFLMMHPWYIPSSQLAAKLLHIY 60 

^^GTLDLDKGCTVEELLRGCIEAFDDSGK^DPQLVR^-FLMMHPWYIPSSQLAAKLLHIY 
Sbjct: 120 MAGTLDLDKGCTVEELLRGCIEAFDDSGKVRDPQLVRMFLMMHPWYIPSSQLAAKLLHIY 179 

Query: 61 QQSRKDNSNSLQVKTCHLVRYWISAFPAEFDLNPELAEQIKELKALLDQEGNRRHSSLID 12 0 

QQSRKDNSNSLQVKTCHLVRYWISAFPAEFDLNPELAEQIKELKALLDQEGNRRHSSLID 
Sbjct: 180 QQSRKDNSNSLQVKTCHLVRYWISAFPAEFDLNPELAEQIKELKALLDQEGNRRHSSLID 239 

Query: 121 IDSVPTYKWKRQVTQRNPVGQKKRKMSLLFDHLEPMELAEHLTYLEYRSFCKILFQDYHS 180 

IDSVPTYKWKRQVTQRNPVGQKKRKMSLLFDHLEPMELAEHLTYLEYRSFCKILFQDYHS 
Sbjct: 240 IDSVPTYKWKRQVTQRNPVGQKKRKMSLLFDHLEPMELAEHLTYLEYRSFCKILFQDYHS 299 

query: 181 fvthgctvdnpvlerfislfnsvsqwvqlmilskptapqralvithfvhvaekllqlqnf 240 
fvthgctvdnpvlerfislfnsvsqwvqlmilskptapqralvithfvhvaekllqlqnf 

Sbjct: 300 FVTHGCTVDNPVLERFISLFNSVSQWVQLMILSKPTAPQRALVITHFVHVAEKLLQLQNF 359 

query: 241 ntlmavvgglshssisrlkilthshvspetiklwegltelvtatgnygnyrrrlaacvgfr 300 

ntlmavvgglshssisrlkethshvspetiklwegltelvtatgnygnyrrrlaacvgfr 
sbjct: 360 ntlmavvgglshssisrlkethshvspetikiwegltelvtatgnygnyrrrlaacvgfr 419 

query: 301 fpilgvhlkdlvalqlalpdwldpartrlngakmkqlfsileelamvtslrppvqanpdl 360 

fpilgvhlkdlvalqlalpdwldpartrlngakmkqlfsileelamvtslrppvqanpdl 
sbjct: 420 fpilgvhlkdlvalqlalpdwldpartrlngakmkqlfsileelamvtslrppvqanpdl 479 
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Query: 361 LSLLTVSLDQYQTEDELYQLSLQREPRSKSSPTSPTSCTPPPRPPVLEEWTSAAKPKLDQ 420 

LSLLTVSLDQYQTEDELYQLSLQREPRSKSSPTSPTSCTPPPRPPVLEEWTSAAKPKLDQ 
Sbjct: 480 LSLLTVSLDQYQTEDELYQLSLQREPRSKSSPTSPTSCTPPPRPPVLEEWTSAAKPKLDQ 539 

Query: 421 ALWEHIEKMVESVFRNFDVDGDGHISQEEFQIIRGNFPYLSAFGDLDQNQDGCISREEM 480 

ALWEHIEKMVESVFRNFDVDGDGHISQEEFQIIRGNFPYLSAFGDLDQNQDGCISREEM 
Sbjct: 540 ALWEHIEKMVESVFRNFDVDGDGHISQEEFQIIRGNFPYLSAFGDLDQNQDGCISREEM 599 

Query: 481 VSYFLRSSSVLGGRMGFVHNFQESNSLRPVACRHCKALILGIYKQGLKCRACGVNCHKQC 540 

VSYFLRSSSVLGGRMGFVHNFQESNSLRPVACRHCKALILGIYKQGLKCRACGVNCHKQC 
Sbjct: 600 VSYFLRSSSVLGGRMGFVHNFQESNSLRPVACRHCKALILGIYKQGLKCRACGVNCHKQC 659 

Query: 541 KDRLSVECRRRAQSVSLEGSAPSPSPMHSHHHRAFSFSLPRPGRRGSRPPAIPLPAEIRE 600 

KDRLSVECRRRAQSVSLEGSAPSPSPMHSHHHRAFSFSLPRPGRRGSRPP EIRE 
Sbjct: 660 KDRLSVECRRRAQSVS LEGS APS PSPMHSHHHRAFSFSLPRPGRRGSRPP EIRE 713 

Query: 601 EEVQTVEDGVFDIHL 615 

EEVQTVEDGVFDI HL 
Sbjct: 714 EEVQTVEDGVFDIHL 728 



>CRA| 224000031063095 /dataset=GENESEQ /org=Homo sapiens /taxon=9606 
/mol_type=aa /date=16- JAN-03 /length=664 
/altid=derwent_ac |AA026356 /altid=derwent__id | AA0263 56 
/def =Ras-like related human protein, SEQ ID No 5 
/patent=W02 00272 765 -A2 /pat_sect ion=Disclosure ; 
Length = 664 

Score = 1241 bits (3176), Expect = 0.0 

Identities = 608/615 (98%) , Positives = 609/615 (98%) , Gaps = 6/615 (0%) 

Query: 1 MAGTLDLDKGCTVEELLRGCIEAFDDSGKVRDPQLVRIFLmHPWYIPSSQLAAKLLHIY 60 

MAGTLDLDKGCTVEELLRGCIEAFDDSGKVRDPQLVR+FLMMHPWYIPSSQLAAKLLHIY 
Sbjct: 56 MAGTLDLDKGCTVEELLRGCIEAFDDSGKVRDPQLVRMFLMMHPWYIPSSQLAAKLLHIY 115 

Query: 61 QQSRKDNSNSLQVKTCHLVRYWISAFPAEFDLNPELAEQIKELKALLDQEGNRRHSSLID 120 

QQSRKDNSNSLQVKTCHLVRYWISAFPAEFDLNPELAEQIKELKALLDQEGNRRHSSLID 
Sbjct: 116 QQSRKDNSNSLQVKTCHLVRYWISAFPAEFDLNPELAEQIKELKALLDQEGNRRHSSLID 175 

Query: 121 IDSVPTYKWKRQVTQRNPVGQKKRKMSLLFDHLEPMELAEHLTYLEYRSFCKILFQDYHS 180 

IDSVPTYKWKRQVTQRNPVGQKKRKMSLLFDHLEPMELAEHLTYLEYRSFCKILFQDYHS 
Sbjct: 176 IDSVPTYKWKRQVTQRNPVGQKKRKMSLLFDHLEPMELAEHLTYLEYRSFCKILFQDYHS 235 

Query: 181 FVTHGCTVDNPVLERFISLFNSVSQWVQLMILSKPTAPQRALVITHFVHVAEKLLQLQNF 24 0 

FVTHGCTVDNPVLERFISLFNSVSQWVQLMILSKPTAPQRALVITHFVHVAEKLLQLQNF 
Sbjct: 236 FVTHGCTVDNPVLERFISLFNSVSQWVQLMILSKPTAPQRALVITHFVHVAEKLLQLQNF 295 

Query: 241 NTLMAVVGGLSHSSISRLK^THSHVSPETIKLWEGLTELVTATGNYGNYRRRLAACVGFR 300 

NTLMAVVGGLSHSS I SRLKETHSHVS PETI KliWEGLTELVTATGNYGNYRRRLAACVGFR 
Sbjct: 296 NTLMAVVGGLSHSSISRLKETHSHVSPETIKLWEGLTELVTATGNYGNYRRRLAACVGFR 355 

Query: 301 FPILGVHLKDLVALQLALPDWLDPARTRLNGAKMKQLFSILEELAMVTSLRPPVQANPDL 360 

FPILGVHLKDLVALQLALPDWLDPARTRLNGAKMKQLFSILEELAMVTSLRPPVQANPDL 
Sbjct: 356 FPILGVHLKDLVALQLALPDV^DPARTRLNGAKMKQLFSILEELAMVTSLRPPVQANPDL 415 

Query: 361 LSLLTVSLDQYQTEDELYQLSLQREPRSKSSPTSPTSCTPPPRPPVLEEWTSAAKPKLDQ 42 0 
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LSLLTVSLDQYQTEDELYQLSLQREPRSKSSPTSPTSCTPPPRPPVLEEWTSAAKPKLDQ 
Sbjct: 416 LSLLTVSLDQYQTEDELYQLSLQREPRSKSSPTSPTSCTPPPRPPVLEEWTSAAKPKLDQ 475 

Query: 421 ALWEHIEKMVESVFRNFDVDGDGHISQEEFQIIRGNFPYLSAFGDLDQNQDGCISREEM 480 

ALWEHIEKMVESVFRNFDVDGDGHISQEEFQIIRGNFPYLSAFGDLDQNQDGCISREEM 
Sbjct: 476 ALWEHIEKMVESVFRNFDVDGDGHISQEEFQIIRGNFPYLSAFGDLDQNQDGCISREEM 535 

Query: 481 VSYFLRSSSVLGGRMGFVHNFQESNSLRPVACRHCKALILGIYKQGLKCRACGVNCHKQC 54 0 

VSYFLRSSSVLGGRMGFVHNFQESNSLRPVACRHCKALILGIYKQGLKCRACGVNCHKQC 
Sbjct: 536 VSYFLRSSSVLGGRMGFVHNFQESNSLRPVACRHCKALILGIYKQGLKCRACGVNCHKQC 595 

Query: 541 KDRLSVECRRRAQSVSLEGSAPSPSPMHSHHHRAFSFSLPRPGRRGSRPPAIPLPAEIRE 600 

KDRLSVECRRRAQSVSLEGSAPSPSPMHSHHHRAFSFSLPRPGRRGSRPP EIRE 
Sbjct: 596 KDRLSVECRRRAQSVSLEGSAPSPSPMHSHHHRAFSFSLPRPGRRGSRPP EIRE 649 

Query: 601 EEVQTVEDGVFDIHL 615 

EE VQTVEDGVFD I HL 
Sbjct: 650 EEVQTVEDGVFDIHL 664 

>CRA| 1000686599217 /dataset =GENESEQ /org=Homo sapiens /taxon=9606 
/mol_type=aa /date=16- JAN-03 /length=609 
/altid=derwent_ac I AA0263 55 /altid=derwent_id | AA02 6355 
/def =Ras-like related human protein, SEQ ID No 4 
/patent=WO200272765-A2 /pat_section=Disclosure ; 
Length = 609 

Score = 1241 bits (3176), Expect = 0.0 

Identities = 608/615 (98%), Positives = 609/615 (98%), Gaps = 6/615 (0%) 

Query: 1 MAGTLDLDKGCTVEELLRGCIEAFDDSGKVRDPQLVRIFLMMHPWYIPSSQLAAKLLHIY 60 

MAGTLDLDKGCTVEELLRGCIEAFDDSGKVRDPQLVR+FLMMHPWYIPSSQLAAKLLHIY 
Sbjct: 1 MAGTLDLDKGCTVEELLRGClEAFDDSGKAn^DPQLVRMFLMMHPWYIPSSQLAAKLLHIY 60 

Query: 61 QQSRKDNSNSLQVKTCHLVRYWISAFPAEFDLNPELAEQIKELKALLDQEGNRRHSSLID 120 

QQSRKDNSNSLQVKTCHLVRYWI SAFPAEFDLNPELAEQI KELKALLDQEGNRRHSSLID 
Sbjct : 61 QQSRKDNSNSLQVKTCHLVRYWISAFPAEFDLNPELAEQIKELKALLDQEGNRRHSSLID 12 0 

Query: 121 IDSVPTYKWKRQVTQRNPVGQKKRKMSLLFDHLEPMELAEHLTYLEYRSFCKILFQDYHS 180 

IDSVPTYKWKRQVTQRNPVGQKKRKMSLLFDHLEPMELAEHLTYLEYRSFCKILFQDYHS 
Sbjct: 121 IDSVPTYKWKRQVTQRNPVGQKKRKMSLLFDHLEPMELAEHLTYLEYRSFCKILFQDYHS 180 

Query: 181 FVTHGCTVDNPVLERFISLFNSVSQWVQLMILSKPTAPQRALVITHFVHVAEKLLQLQNF 240 

FVTHGCTVDNPVLERFISLFNSVSQWVQLMILSKPTAPQRALVITHFVHVAEKLLQLQNF 
Sbjct: 181 FVTHGCTVDNPVLERFISLFNSVSQWVQLMILSKPTAPQRALVITHFVHVAEKLLQLQNF 240 

Query: 241 NTLl^VVGGLSHSSISRLKETHSHVSPETIKLWEGLTELVTATGNYGNYRRRLAACVGFR 300 

NTLMAWGGLSHSS I SRLKETHSHVS PET I KLWEGLTELVTATGNYGNYRRRLAACVGFR 
Sbjct: 241 NTLMAWGGLSHSS I SRLKETHSHVSPETI KLWEGLTELVTATGNYGNYRRRLAACVGFR 300 

Query: 301 FPILGVHLKDLVALQLALPDWLDPARTRLNGAKMKQLFSILEELAMVTSLRPPVQANPDL 360 

FPILGVHLKDLVALQLALPDWLDPARTRLNGAKMKQLFSILEELAMVTSLRPPVQANPDL 
Sbjct: 301 FPILGVHLKDLVALQLALPDWLDPARTRLNGAKMKQLFSILEELAMVTSLRPPVQANPDL 360 

Query: 361 LSLLTVSLDQYQTEDELYQLSLQREPRSKSSPTSPTSCTPPPRPPVLEEWTSAAKPKLDQ 420 

LSLLTVSLDQYQTEDELYQLSLQREPRSKSSPTSPTSCTPPPRPPVLEEWTSAAKPKLDQ 
Sbjct: 361 LSLLTVSLDQYQTEDELYQLSLQREPRSKSSPTSPTSCTPPPRPPVLEEWTSAAKPKLDQ 420 
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Query: 421 ALWEHIEKMVESVFRNFDVDGDGHISQEEFQIIRGNFPYLSAFGDLDQNQDGCISREEM 480 

ALWEHIEKMVESVFRNFDVDGDGHISQEEFQIIRGNFPYLSAFGDLDQNQDGCISREEM 
Sbjct: 421 ALWEHIEKMVESVFRNFDVDGDGHISQEEFQIIRGNFPYLSAFGDLDQNQDGCISREEM 480 

Query: 481 VSYFLRSSSVLGGRMGFVHNFQESNSLRPVACRHCKALILGIYKQGLKCRACGVNCHKQC 540 

VSYFLRSSSVLGGRMGFVHNFQESNSLRPVACRHCKALILGIYKQGLKCRACGVNCHKQC 
Sbjct: 481 VSYFLRSSSVLGGRMGFVHNFQESNSLRPVACRHCKALILGIYKQGLKCRACGVNCHKQC 540 

Query: 541 KDRLSVECRRRAQSVSLEGSAPSPSPMHSHHHRAFSFSLPRPGRRGSRPPAIPLPAEIRE 6 00 

KDRLSVECRRRAQSVSLEGSAPSPSPMHSHHHRAFSFSLPRPGRRGSRPP EIRE 
Sbjct: 541 KDRLSVECRRRAQSVSLEGSAPSPSPMHSHHHRAFSFSLPRPGRRGSRPP EIRE 594 

Query: 601 EEVQTVEDGVFDIHL 615 

EEVQTVEDGVFD I HL 
Sbjct: 595 EEVQTVEDGVFDIHL 6 09 



>CRA| 1000748851985 /dataset^GENESEQ /org=Mus musculus /taxon=10090 
/mol_type=aa /date=09-AUG-00 /length=608 
/altid=derwent_ac I AAY70960 /altid=derwent_id | AAY70960 
/def=Mouse Ras signalling pathway associated protein 
CalDAG-GEFI /patent=WO200024768-A2 /pat_section=Claim 
Length = 608 

Score = 1202 bits (3076), Expect = 0.0 

Identities = 589/615 (95%), Positives = 597/615 (96%), Gaps = 7/615 (1%) 



Query : 


1 


MAGTLDLDKGCTVEELLRGCIEAFDDSGKVRDPQLVRIFLMMHPWYIPSSQLAAKLLHIY 


60 






MA TLDLDKGCTVEELLRGCIEAFDDSGKVRDPQLVR+FLMMHPWYIPSSQIiA+KLLH Y 




Sbjct : 


1 


MASTLDLDKGCTVEELLRGCIEAFDDSGKVRDPQLVRMFLMMHPWYIPSSQLASKLLHFY 


60 


Query: 


61 


QQSRKDNSNSLQVKTCHLVRYWISAFPAEFDLNPELAEQIKELKALLDQEGNRRHSSLID 


120 






QQSRKDNSNSLQVKTCHLVRYW+SAFPAEFDLNPELAE IKELKALLDQEGNRRHSSLID 




Sbjct : 


61 


QQSRKDNSNSLQVKTCHLVRYWVSAFPAEFDLNPELAEPIKELKALLDQEGNRRHSSLID 


120 


Query : 


121 


I DS VPTYKWKRQVTQRNPVGQKKRKMSLLFDHLE PMELAEHLTYLE YRS FCKI LFQDYHS 


180 






I+SVPTYKWKRQVTQRNPV QKKRKMSLLFDHLEPMELAEHLTYLEYRS FCKI LFQDYHS 




Sbjct: 


121 


lESVPTYKWKRQVTQRNPVEQKKRKMSLLFDHLEPMELAEHLTYLEYRSFCKILFQDYHS 


180 


Query: 


181 


FVTHGCTVDNPVLERFISLFNSVSQWVQLMILSKPTAPQRALVITHFVHVAEKLLQLQNF 


240 






FVTHGCTVDNPVLERFISLFNSVSQWVQLMILSKPTA QRALVITHFVHVAEKLLQLQNF 




Sbjct: 


181 


FVTHGCTVDNPVLERFISLFNSVSQWVQLMILSKPTATQRALVITHFVHVAEKLLQLQNF 


240 


Query : 


241 


NTLMAWGGLSHSS I SRLKETHSHVSPETI KLWEGLTELVTATGNYGNYRRRLAACVGFR 


300 






NTLMAWGGLSHS S I SRLKETHSHVS P+T I KLWEGLTELVTATGNY NYRRRLAACVGFR 




Sbjct: 


241 


NTLMAWGGLSHS S I SRLKETHSHVS PDT I KLWEGLTEL VTATGNYSNYRRRLAACVGFR 


300 


Query: 


301 


FPILGVHLKDLVALQLALPDWLDPARTRLNGAKMKQLFSILEELAMVTSLRPPVQANPDL 


360 






FPILGVHLKDLVALQLALPDWLDP RTRLNGAKM+QLFSILEELAMVTSLRPPVQANPDL 




Sbjct: 


301 


FPILGVHLKDLVALQLALPDWLDPGRTRLNGAKMRQLFSILEELAMVTSLRPPVQANPDL 


360 


Query : 


361 


LSLLTVSLDQYQTEDELYQLSLQREPRSKSSPTSPTSCTPPPRPPVLEEWTSAAKPKLDQ 


420 






LSLLTVSLDQYQTEDELYQLSLQREPRSKSSPTSPTSCTPPPRPPVLEEWTS AKPKLDQ 




Sbjct: 


361 


LSLLTVSLDQYQTEDELYQLSLQREPRSKSSPTSPTSCTPPPRPPVLEEWTSVAKPKLDQ 


420 


Query: 


421 


ALWEHIEKMVESVFRNFDVDGDGHISQEEFQIIRGNFPYLSAFGDLDQNQDGCISREEM 


480 
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ALV EHIEKMVESVFRNFDVDGDGHISQEEFQIIRGNFPYLSAFGDLDQNQDGCISREEM 
Sbjct: 421 ALVAEHIEKMVESVFRNFDVDGDGHISQEEFQIIRGNFPYLSAFGDLDQNQDGCISREEM 480 

Query: 4 81 VSYFLRSSSVLGGRMGFVHNFQESNSLRPVACRHCKALILGIYKQGLKCRACGVNCHKQC 54 0 

+SYFLRSSSVLGGRMGFVHNFQESNSLRPVACRHCKALILGIYKQGLKCRACGVNCHKQC 
Sbjct: 481 ISYFLRSSSVLGGRMGFVHNFQESNSLRPVACRHCKALILGIYKQGLKCRACGVNCHKQC 540 

Query: 541 KDRLSVECRRRAQSVSLEGSAPSPSPMHSHHHRAFSFSLPRPGRRGSRPPAIPLPAEIRE 6 00 

KDRLSVECRRRAQSVSLEGSAPSPSP H+ HHRAFSFSLPRPGRR SRPP EIRE 
Sbjct: 541 KDRLSVECRRRAQSVSLEGSAPSPSPTHT-HHRAFSFSLPRPGRRSSRPP EIRE 593 

Query: 601 EEVQTVEDGVFDIHL 615 

EEVQTVEDGVFDIHL 
Sbjct: 594 EEVQTVEDGVFDIHL 608 



>CRA| 1000748851985 /dataset=GENESEQ /org=Mus musculus /taxon=10090 
/mol_type=aa /date=16- JAN-03 /length=608 
/altid=derwent_ac I AA026357 /altid=derwent_id | AA026357 
/def =Ras-like related mouse protein, SEQ ID No 6 
/patent=WO200272765-A2 /pat_section=Disclosure ; 
Length = 608 

Score = 1202 bits (3076), Expect ^ 0.0 

Identities = 589/615 (95%), Positives = 597/615 (96%), Gaps = 7/615 (1%) 



Query: 1 MAGTLDLDKGCTVEELLRGCIEAFDDSGKVRDPQLVRIFLMMHPWYIPSSQLAAKLLHIY 60 

MA TLDLDKGCTVEELLRGCIEAFDDSGK^DPQLVR+FLMMHPWYIPSSQLA+KLLH Y 
Sbjct: 1 MASTLDLDKGCTVEELLRGCIEAFDDSGK^DPQLVRMFLMMHPWYIPSSQLASKLLHFY 60 

Query: 61 QQSRKDNSNSLQVKTCHLVRYWISAFPAEFDLNPELAEQIKELKALLDQEGNRRHSSLID 12 0 

QQSRKDNSNSLQVKTCHLVRYW+SAFPAEFDLNPELAE IKELKALLDQEGNRRHSSLID 
Sbjct: 61 QQSRKDNSNSLQVKTCHLVRYWVSAFPAEFDLNPELAEPIKELKALLDQEGNRRHSSLID 120 

Query: 121 IDSVPTYKWKRQVTQRNPVGQKKRKMSLLFDHLEPMELAEHLTYLEYRSFCKILFQDYHS 180 

I +SVPTYKWKRQVTQRNPV QKKRKMSLLFDHLEPMELAEHLTYLEYRSFCKILFQDYHS 
Sbjct: 121 lESVPTYKWKRQVTQRNPVEQKKRKMSLLFDHLEPMELAEHLTYLEYRSFCKILFQDYHS 180 

Query: 181 FVTHGCTVDNPVLERFISLFNSVSQWVQLMILSKPTAPQRALVITHFVHVAEKLLQLQNF 240 

FVTHGCTVDNPVLERFI SLFNSVSQWVQLMILSKPTA QRALVITHFVHVAEKLLQLQNF 
Sbjct: 181 FVTHGCTVDNPVLERFISLFNSVSQWVQLMILSKPTATQRALVITHFVHVAEKLLQLQNF 240 

Query: 241 NTLMAVVGGLSHSSISRLKETHSHVSPETIKLWEGLTELVTATGNYGNYRRRLAACVGFR 300 

NTLMAWGGLSHSSISRLKETHSHVSP+TIKLWEGLTELVTATGNY NYRRRLAACVGFR 
Sbjct: 241 NTLMAWGGLSHSSISRLKETHSHVSPDTIKLWEGLTELVTATGNYSNYRRRLAACVGFR 300 

Query: 301 FPILGVHLKDLVALQLALPDWLDPARTRLNGAKMKQLFSILEELAMVTSLRPPVQANPDL 360 

FPILGVHLKDLVALQLALPDWLDP RTRLNGAKM+QLFSILEELAMVTSLRPPVQANPDL 
Sbjct: 301 FPILGVHLKDLVALQLALPDWLDPGRTRLNGAKMRQLFSILEELAMVTSLRPPVQANPDL 360 

Query: 361 LSLLTVSLDQYQTEDELYQLSLQREPRSKSSPTSPTSCTPPPRPPVLEEWTSAAKPKLDQ 420 

LSLLTVSLDQYQTEDELYQLSLQREPRSKSSPTSPTSCTPPPRPPVLEEWTS AKPKLDQ 
Sbjct: 361 LSLLTVSLDQYQTEDELYQLSLQREPRSKSSPTSPTSCTPPPRPPVLEEWTSVAKPKLDQ 42 0 

Query: 421 ALWEHIEKMVESVFRNFDVDGDGHISQEEFQIIRGNFPYLSAFGDLDQNQDGCISREEM 480 

ALV EHIEKMVESVFRNFDVDGDGHISQEEFQI IRGNFPYLSAFGDLDQNQDGCISREEM 
Sbjct: 421 ALVAEHIEKMVESVFRNFDVDGDGHISQEEFQIIRGNFPYLSAFGDLDQNQDGCISREEM 480 
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Query; 481 VSYFLRSSSVLGGRMGFVHNFQESNSLRPVACRHCKALILGIYKQGLKCRACGVNCHKQC 54 0 

+SYFLRSSSVLGGRMGFVHNFQESNSLRPVACRHCKALILGIYKQGLKCRACGVNCHKQC 
Sbjct: 481 ISYFLRSSSVLGGRMGFVHNFQESNSLRPVACRHCKALILGIYKQGLKCRACGVNCHKQC 540 

Query: 541 KDRLSVECRRRAQSVSLEGSAPSPSPMHSHHHRAFSFSLPRPGRRGSRPPAIPLPAEIRE 600 

KDRLSVECRRRAQSVSLEGSAPSPSP H+ HHRAFSFSLPRPGRR SRPP EIRE 
Sbjct: 541 KDRLSVECRRRAQSVSLEGSAPSPSPTHT-HHRAFSFSLPRPGRRSSRPP EIRE 593 

Query: 601 EEVQTVEDGVFDIHL 615 

EE VQTVEDGVFD I HL 
Sbjct: 594 EEVQTVEDGVFDIHL 608 



Database : /work/eda3/blast/public/geneseqp_all . f asta 

Posted date: Mar 2, 2003 3:26 AM 
Number of letters in database: 143,563,330 
Number of sequences in database: 952,616 

Lambda K H 

0.321 0.136 0.410 

Gapped 

Lambda K H 

0.270 0.0470 0.230 



Matrix: BLOSUM62 

Gap Penalties: Existence: 11 , Extension: 1 

Number of Hits to DB: 185709453 

Number of Sequences: 952616 

Number of extensions: 7789331 

Number of successful extensions: 34968 

Number of sequences better than l.Oe-08: 106 

Number of HSP's better than 0.0 without gapping: 58 

Number of HSP's successfully gapped in prelim test: 48 

Number of HSP's that attempted gapping in prelim test: 34702 

Number of HSP's gapped (non-prelim): 171 

length of query: 615 

length of database: 143,563,330 

effective HSP length: 55 

effective length of query: 560 

effective length of database: 91,169,450 

effective search space: 51054892000 

effective search space used: 51054892000 

T: 11 

A: 40 

XI: 16 ( 7.4 bits) 
X2: 38 (14.8 bits) 
X3: 64 (24.9 bits) 
SI: 41 (21.9 bits) 
S2: 149 (62.5 bits) 
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